Phylogenetic trees for NUMTs. Maximum likelihood trees for putative ancestral NUMTs (a, b, c) and putative Denisovan NUMTs (d, e) in relationship with other hominin mtDNA sequences using distances based on nucleotide substitution rates. Ancestral NUMTs form a sister clade to at least all modern humans and are present in 1000 Genomes Project (1000 GP) samples from around the world, except for (c). Denisovan NUMTs are more similar to Denisovan mtDNA than to modern human mtDNA and are not present in 1000 GP samples. Bootstrap values over 50 are indicated at branch locations 
